Objectives:
We hypothesise reduced ventricular strain is the first cardiovascular response of the recipient fetus to developing Twin-twin transfusion syndrome (TTTS). Resultant impaired ventricular filling reduces the usual right to left atrial shunt, leading to right ventricular volume loading, increased venous pressure and decompensation.
Methods:
We enrolled 150 monochorionic diamniotic pregnancies (MCDA) into a prospective cohort study (2015) (2016) (2017) (2018) . Our sonographers were taught to optimise 4-chamber clips during routine bi-weekly surveillance for TTTS development. Twin pairs were deidentified and separately imported into speckle-tracking software (Cardiac Performance Analysis, TomTec, Germany). Global peak systolic left and right ventricular strain (LV, RV) was analysed offline by two experienced co-authors, blinded to twin-type or pairing.
An interim cross-sectional analysis was performed using Wilcoxon signed ranks test for paired-twin analysis and significance of 2-tailed test, p<0.05. Nine pregnancies developed TTTS, we excluded one with TAPS. Strain values, prior to TTTS onset, were compared with 32 uncomplicated MCDA controls matched for gestational age (GA), with known outcomes. Results: Mean GA (SD) at TTTS onset was 20.4 (2) weeks; GA at scan prior to TTTS onset was 18.7 (2.3) versus 19.9 (1.6) in controls. Median interval between scan and TTTS onset was 7 days (4-35). No controls had weight discordance >22%. No significant inter-twin pair differences in strain were detected. Conclusions: Twins destined to be recipients had lower strain values than their co-twin. The small sample prohibits firm conclusions, but the findings are consistent with reduced strain in the recipient fetus before TTTS develops. 
Supporting information can be found in the online version of this abstract
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Objectives: To assess the possibilities of cell-free DNA (cfDNA) testing in case of early fetal demise and miscarriage. Methods: This prospective study was started in March 2017. Pregnancies with diagnosed missed abortion or miscarriage between 5 and 12 weeks were included. For each case, the maternal blood sample was taken, cfDNA was isolated from maternal plasma and the whole-genome sequencing using next-generation semiconductor sequencing was performed. The results were assessed using exponentially weighted moving average charts which enables to look at the distribution of reads alongside the chromosome 1-22 and X. Furthermore, the decidual tissue samples were taken during surgical evacuation of the uterus. They were checked for the maternal contamination and subsequently assessed using multiplex 7, 13, 15, 16, 18, 21, 22) and some cases also with SNP array. Results: 47 samples from nonviable pregnancies were analysed. The average gestation age was 8.1 weeks. In 34 (72%) cases the fetal fraction was sufficient (>4%) and cfDNA results could be evaluated. Out of these, euploid fetus was detected in 21 (62%) cases. The remaining 13 (38%) cases showed chromosomal anomalies. These were Trisomies 4, 14, 15, 16, 18, 21 and monosomy X, confirmed also by QF-PCR or SNP array. In addition to QF-PCR panel, cfDNA revealed Trisomy 8, 19 and monosomy 19. CfDNA failed to detected two cases of Trisomy 16 and one case of triploidy, detected with QF-PCR. On the other hand, maternal contamination of tissue samples were found in 12 (26%) cases which could not be further
